The cellular fatty acid composition of OLDA, a rickettsia-like agent isolated in 1947, was essentially identical to that of the Legionnaires disease bacterium (LDB). WIGA, another rickettsia-like agent isolated in 1959, contained the same fatty acids as OLDA and other LDB but differed significantly from these strains in relative amounts of the major acids present. The major acid of OLDA and other LDB was i-16:0 whereas a-15:0 was the major acid of WIGA.
The 1976 epidemic in Philadelphia resulted in worldwide awareness of Legionnaires disease and subsequently led to the isolation of the Legionnaires disease bacterium (LDB). Strains of LDB examined thus far have been gram-negative, rod-shaped, or filamentous organisms with fastidious growth requirements (3, 7) and a unique cellular fatty acid profile (6) . In a recent report, McDade et al. (3) discussed the morphological and biological similarities observed between LDB and certain rickettsia-like organisms; they compared DNA relatedness and cultural and serological data on LDB with similar data on two unclassified rickettsia-like organisms which had been isolated in 1947 (WIGA [1] ). We studied the cellular fatty acids of these organisms and found the profiles of OLDA and LDB to be essentially identical (5, 6) ; the fatty acid composition of WIGA is detailed in this report.
Cultures of OLDA and WIGA were provided by J. E. McDade, who grew the cultures (3) by inoculating yolk sac suspensions onto charcoalyeast extract agar (2) . Cells for fatty acid analysis were obtained after 24 to 72 h of growth on charcoal-yeast extract agar. The cells were saponified, and the fatty acids were methylated by a procedure described previously (6). Gas chromatographic analysis, identification by gas-liquid chromatography and mass spectrometry, and quantitation of methyl esters were done as described in an earlier report (6) .
We found that the cellular fatty acid composition of OLDA was essentially identical to that of LDB (5, 6) . The single most abundant acid (approximately 35%) was a saturated, branchedchain 16-carbon acid (i-16:0) with the methyl branch at the iso (penultimate) carbon atom.
The next most abundant were a monounsaturated 16-carbon straight-chain acid (16:1), a 15-carbon branched-chain acid (a-15:0) with the methyl branch at the anteiso (antepenultimate) carbon atom, a saturated 14-carbon branchedchain acid (i-14:0), and a saturated, 17-carbon branched-chain acid (a-17:0). These five major acids constituted approximately 80 to 90% of the total acids (5, 6) . Other acids present in relatively small amounts (0 to 5%) were a mono-unsaturated, 16-carbon iso branched-chain acid (i-16:1) and normal straight-chain saturated acids (16:0, 17:0, 18:0, 19:0, 20:0). These similarities in the cellular fatty acids of OLDA and LDB indicated a high degree of chemical relatedness between these organisms. This relatedness was subsequently substantiated through detailed cultural, serological, and DNA homology studies which showed that OLDA and LDB belong to the same species (3).
The cellular fatty acid profile of WIGA is shown in Fig. 1 . Several repeated analyses of WIGA through the entire procedure ofregrowth, saponification, extraction, and gas-liquid chromatography analysis produced essentially identical profiles (Fig. 1) 
